Background. This paper discusses the difficulties experienced by bioinformaticians while
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Molecular dynamics (Marco De Vivo 2016) simulations have become a great deciding factor in 22 drug development in today's time. One such molecular dynamics software for the same is 23 Desmond (Kevin J. Bowers 2006) . For better experimental analysis, it often becomes crucial to 24 conduct simulations up to extended periods of time. When with limited resources, running a 25 complete simulation up to a desired length of time can become quite difficult to be performed at 26 one go. The solution to this is to break them up into smaller time intervals and conduct them 27 separately but sequentially. Such simulations can often take many days to complete. Each of 28 these sequential simulations, starting from the end of the first simulation, becomes an extended 29 simulation with the help of checkpoints, which contain information about simulation progress. At 30 the end of the complete full-length simulation, bioinformaticians have to consolidate all of these 31 generated data that gets accumulated. If there are n number of extended simulations, there would 32 be n+1 number of trajectories (Robert T. McGibbon 2015) generated, which contain 33 conformational information of the 3D protein structure that had undergone simulation. In order 34 to view the complete trajectory of the structure starting from 0 unit time until the end of the 35 simulation, it would be essential to combine all of these sequential trajectories into one single 36 and complete trajectory. Only then would it be possible to observe and interpret the 37 corresponding plots pertaining to molecular statistics of the corresponding simulation.
38
Combining all these trajectories is only possible with the help of commands. This can become 39 difficult to manage when a huge number of sequential simulations have been performed. To 40 make this process easier for bioinformaticians, a new approach is proposed.
41

Materials & Methods
42
By using Tkinter, one of Python's own graphical user interface (GUI) libraries, a front-end 43 interface has been developed to make it a lot more convenient for the user to merge trajectories. 
